ABSTRACT Stenotrophomonas maltophilia bacteriophage DLP5 is a temperate phage with Siphoviridae family morphotype. DLP5 (vB_SmaS_DLP_5) is the first S. maltophilia phage shown to exist as a phagemid. The DLP5 genome is 96,542 bp, encoding 149 open reading frames (ORFs), including four tRNAs. Genomic characterization reveals moron genes potentially involved in host cell membrane modification.
Structure/packaging predicted proteins include portal protein, large terminase subunit, major capsid protein, three tail assembly proteins, a tail fiber protein, a tape measure protein, and lysozyme. DLP5 also encodes six moron genes, which are potential virulence factors, serine protease XkdF, SAM methyltransferase, rhomboid membrane protein, PIG-L family deacetylase, WecE, and an SPFH domain-containing protein. There are also three domain-of-unknown-function proteins encoded, DUF2500, DUF3310, and DUF1643. BLASTN analysis (22) shows DLP5 is relatively unrelated to other phages, exhibiting maximum similarity of 2% with Xylella fastidiosa phage Sano (24) . DLP5 genome analysis provides insight into its characteristics and potential contributions to S. maltophilia hosts during lysogeny. Accession number(s). The complete genomic sequence of S. maltophilia phage vB_SmaS_DLP_5 can be accessed in GenBank under the accession number MG189906.
